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Fig. 7(A) 



MSPLp42FUP - 

401 AAAATGATATTAAAT TTGCACAGGA AGGTATAAG TTATTATGAAAAGGTT 
601 AACATTGAGAC CTTATA CAATAAC TTAGTTAATAAAAT TGACGATTACTT 
951 TCCAGAAAAT TCTGGATGTTTCAGAC A TTTAGATGAAAG AGAAGAATGTA 

MSPl.p42FVO 

181 AATTTCAAAATG TTTTAGAATC AGA TTTA ATTCCATATAAAG ATTTA 
23 0 ACATCAAGTAATT ATGTTGTCAAAGATCCA TATAAATTTCTTAATAAA 
277 GAAAAAAGAGA TAAATTCTTAAGCAGTTA TAATTATATTAAGGATTC 




AEPDN ILSDNILSGFENE 18 

GCC GAA TTC GAC AAC ATC CTC AGT GAC AAC ATC CTC AGT GGC TTC GAG AAC GAG 54 

YD V I Y L K P LAG VY R S L KK 36 

TAC GAC GTA ATC TAC CTA AAG CCC CTT GCC GGT GTC TAC CGT TCA TTG AAG AAA 108 

QIEKNI FTFNLNLNDILN 54 

CAG ATA GAA AAG AAT ATT TTC ACG TTC AAC CTC AAC CTA AAT GAC ATC CTC AAC 162 

SRLKKRKYFLDVLESDLM 72 

TCG CGC CTC AAG AAG CGA AAA TAC TTC CTC GAC GTG TTG GAA TCC GAC CTT ATG 216 

QFKHISSNEYIIEDS FKL 90 

CAA TTC AAG CAC ATT AGC TCT AAC GAG TAC ATC ATA GAG GAC AGC TTC AAG CTC 270 

LNSEQKNTLLKS YK YIKE 108 

TTG AAT TCA GAA CAG AAG AAC ACC CTC CTA AAG TCC TAC AAA TAC ATT AAG GAG 324 

SVENDIKFAQEGISYYEK 126 

TCT GTT GAG AAC GAC ATC AAG TTC GCC CAG GAA GGA ATT AGC TAC TAT GAG AAA 378 

VLAKYKDDLESI KK VI KE 144 

GTC CTG GCT AAA TAC AAG GAC GAC TTG GAA AGC ATT AAG AAG GTA ATC AAA GAA 432 

EKEKFP SSPPTTPPSP AK 162 

GAG AAG GAA AAG TTT CCG AGC TCT CCA CCC ACA ACT CCC CCA TCG CCT GCA AAG 486 

TDEQKKESKFLPFLTNIE 180 

ACC GAC GAG CAG AAA AAA GAA AGT AAG TTC CTT CCA TTC CTC ACC AAC ATC GAA 540 

TLYNNLVNKIDDYLINLK 198 

ACT CTA TAT AAC AAC CTG GTG AAC AAG ATT GAT GAC TAC TTA ATC AAC TTG AAG 594 

AKINDCNVEKDEAHVKIT 216 

GCG AAA ATT AAT GAC TGT AAC GTC GAA AAG GAT GAA GCC CAC GTT AAG ATC ACC 648 

KLSDLKAIDDKIDLFKNH 234 

AAG CTT TCC GAT CTC AAA GCC ATC GAC GAT AAG ATT GAC CTG TTT AAG AAC CAC 702 

NDFDAIKKLINDDTKKDM 252 

AAC GAT TTC GAC GCA ATC AAA AAG TTG ATC AAC GAC GAT ACT AAG AAA GAC ATG 756 

LGKLLSTGL VQNFPNT I I 270 

CTT GGA AAA CTG CTG TCG ACA GGC TTG GTC CAA AAC TTC CCG AAC ACC ATT ATA 810 

SKLIEGKFQDMLNISQHQ 288 

AGC AAG CTG ATC GAA GGA AAG TTT CAG GAT ATG CTG AAC ATC TCT CAG CAT CAA 864 

CVKKQCPENSGCFRHLDE 306 

TGC GTG AAG AAG CAA TGT CCC GAG AAT TCA GGT TGC TTC CGC CAC TTA GAC GAA 918 

REECKCLLNYKQEG DKCV 324 

AGG GAG GAA TGT AAA TGC CTG CTG AAT TAT AAA CAG GAA GGA GAC AAG TGC GTA 972 

ENPNPTCNENNGGCDADA 342 

GAG AAT CCT AAC CCA ACC TGT AAC GAA AAT AAC GGT GGC TGC GAT GCT GAC GCT 1026 

KCTEEDSGSNGK K .I^TCEC 360 

AAG TGT ACC GAG GAG GAC AGC GGT TCC AAT GGC AAG AAA ATA ACT TGC GAA TGC 1080 

TKPDSYPLFDGIFCSHDE 378 

ACG AAG CCC GAT AGT TAC CCT CTC TTC GAC GGT ATC TTC TGC TCC CAT GAT GAG 1134 

L * E L T 383 
CTT TAA GAG CTC ACC 



Fig. 8 



RIQGDITMDNILSGFENE 18 

CGG ATC CAA GGA GAT ATA ACA ATG GAC AAC ATC CTC AGT GGC TTC GAG AAC GAG 54 

YDVIYLKPL AGV YRSLKK 36 

TAC GAC GTA ATC TAC CTA AAG CCC CTT GCC GGT GTC TAC CGT TCA TTG AAG AAA 108 

QI EKNI FTF NLNLND I LN 54 

CAG ATA GAA AAG AAT ATT TTC ACG TTC AAC CTC AAC CTA AAT GAC ATC CTC AAC 162 

SRLKKRKYFLDVLESDLM 72 

TCG CGC CTC AAG AAG CGA AAA TAC TTC CTC GAC GTG TTG GAA TCC GAC CTT ATG 216 

QFKHISSNEYIIEDSFKL 90 

CAA TTC AAG CAC ATT AGC TCT AAC GAG TAC ATC ATA GAG GAC AGC TTC AAG CTC 270 

LNS EQKNTLLKSYKYI KE 108 

TTG AAT TCA GAA CAG AAG AAC ACC CTC CTA AAG TCC TAC AAA TAC ATT AAG GAG 324 

SVENDI KFAQEGISYYEK 126 

TCT GTT GAG AAC GAC ATC AAG TTC GCC CAG GAA GGA ATT AGC TAC TAT GAG AAA 3 78 

VLAKYKDDLES IKKVI KE 144 

GTC CTG GCT AAA TAC AAG GAC GAC TTG GAA AGC ATT AAG AAG GTA ATC AAA GAA 432 

EKEKFPSSPPTTPPSPAK 162 

GAG AAG GAA AAG TTT CCG AGC TCT CCA CCC ACA ACT CCC CCA TCG CCT GCA AAG 486 

TDEQKKESKFLPFLTNIE 180 

ACC GAC GAG CAG AAA AAA GAA AGT AAG TTC CTT CCA TTC CTC ACC AAC ATC GAA 540 

TLYNNLVNKIDDYLINLK 198 

ACT CTA TAT AAC AAC CTG GTG AAC AAG ATT GAT GAC TAC TTA ATC AAC TTG AAG 594 

AKINDCNVEKDEAHVKIT 216 

GCG AAA ATT AAT GAC TGT AAC GTC GAA AAG GAT GAA GCC CAC GTT AAG ATC ACC 648 

KLSDIiK AIDDKIDLFKNH 234 

AAG CTT TCC GAT CTC AAA GCC ATC GAC GAT AAG ATT GAC CTG TTT AAG AAC CAC 702 

NDFDAIKKLINDDT KKDM 252 

AAC GAT TTC GAC GCA ATC AAA AAG TTG ATC AAC GAC GAT ACT AAG AAA GAC ATG 756 

LGKLLSTGLVQNFPNTI I 270 

CTT GGA AAA CTG CTG TCG ACA GGC TTG GTC CAA AAC TTC CCG AAC ACC ATT ATA 810 

SKLIEGKFQDMLNISQHQ 288 

AGC AAG CTG ATC GAA GGA AAG TTT CAG GAT ATG CTG AAC ATC TCT CAG CAT CAA 864 

CVKKQCPENSGCF RHLDE 306 

TGC GTG AAG AAG CAA TGT CCC GAG AAT TCA GGT TGC TTC CGC CAC TTA GAC GAA 918 

REECKCLLNYKQEGDKCV 324 

AGG GAG GAA TGT AAA TGC CTG CTG AAT TAT AAA CAG GAA GGA GAC AAG TGC GTA 972 

E NPN PTCNENNGG CDADA 342 

GAG AAT CCT AAC CCA ACC TGT AAC GAA AAT AAC GGT GGC TGC GAT GCT GAC GCT 1026 

KCTEEDS GSN.GKKITCEC 360 

AAG TGT ACC GAG GAG GAC AGC GGT TCC AAT GGC AAG AAA ATA ACT TGC GAA TGC 1080 

TKPDSYPLFDGIF CSHD E 378 

ACG AAG CCC GAT AGT TAC CCT CTC TTC GAC GGT ATC TTC TGC TCC CAT GAT GAG 1134 

L * E L T 383 

CTT TAA GAG CTC ACC 1149 
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DNA AND AMINO ACID SEQUENCE OF BVp42-M 
attggatccactaaa 

13 atgtggtcttggaagtgtcttttattctgggctgtcttggtgacc 

MWS WKCLL F WA VLVT 
58 gccactctttgcacagcagcgatctctgttactatggacaacatc 

AT LCTAAI SVTMDNI 
103 ctcagtggcttcgagaacgagtacgacgtaatctacctaaagccc 

LSGFENEYDVIYLKP 
148 cttgccggtgtctaccgttcattgaagaaacagatagaaaagaat 

LA GVYRS LKKQ I EKN 
193 attttcacgttcaacctcaacctaaatgacatcctcaactcgcgc 

IFTFNLNLNDILNSR 
238 ctcaagaagcgaaaatacttcctcgacgtgttggaatccgacctt 

L KKRKYF L DVLE S DL 
283 atgcaatttaagcacattagctctaacgagtacatcatagaggac 

MQF KHISSNEYIIED 
328 agcttcaagctcttgaattcagaacagaagaacaccctcctaaag 

S FKLLNSEQKNT LLK 
373 tcctacaaatacattaaggagtctgttgagaacgacatcaagttc 

SYKYIKESVENDIKF 
418 gcccaggaaggaattagctactatgagaaagtcctggctaaatac - 

AQEGISYYEKVLAKY 
4 63 aaggacgacttggaaagcattaagaaggtaatcaaagaagagaag 

KDDLES IKKVIKEEK 
508 gaaaagtttccgagctctccacccacaactcccccatcgcctgca 

E KF PSS PPTT PPS PA 
553 aagaccgacgagcagaaaaaagaaagtaagttccttccattcctc 

KTDEQKKESKFLPFL 
598 accaacatcgaaactctatataacaacctggtgaacaagattgat 

TNIETLYNNLVNKID 
643 gactacttaatcaacttgaaggcgaaaattaatgactgtaacgtc 

D Y L I N L KAK I N DCN V 
688 gaaaaggatgaagcccacgttaagatcaccaagctttccgatctc 

EKDEAHVKITKLSDL 

7 33 aaagccatcgacgataagattgacctgtttaagaaccacaacgat 

K A I DDKI DL FKN HND 
77 8 ttcgacgcaatcaaaaagttgatcaacgacgatactaagaaagac 

FDAIKKL INDDTKKD 
823 atgcttggaaaactgctgtcgacaggcttggtccaaaacttcccg 

MLG KLLS TGLVQNFP 

8 68 aacaccattataagcaagctgatcgaaggaaagtttcaggatatg 



N T I I S KL I E GK.FQ DM 
913 ctgaacatctctcagcatcaatgcgtgaagaagcaatgtcccgag 

LN I S Q H Q C VKK Q C P E 
958 aattcaggttgcttccgccacttagacgaaagggaggaatgtaaa 

N S G C F R H L D E "R E E C K 
1003 tgcctgctgaattataaacaggaaggagacaagtgcgtagagaat 

CLLNYKQ E GDKCVEN 
1048 cctaacccaacctgtaacgaaaataacggtggctgcgatgctgac 

PNPTCNENNGGCDAD 
1093 gctaagtgtaccgaggaggacagcggttccaatggcaagaaaata 

AKCTEEDSGSNGKKI 
1138 acttgcgaatgcacgaagcccgatagttaccctctcttcgacggt 

TCECTKPDSYPLFDG 

1183 atcttctgctcc 
I F C S 

ccacctcatcatcatcatcatcattaataaggtaccta 
PP HHHHHH** 



